shows the summary of the transcriptome sequencing and assembly for Amphiprion bicinctus. Table S2 is a list the successfully annotated contigs showing correlation and differential expression in the brain during sex change. Table S3 is a list of successfully annotated contigs showing correlation and differential expression in gonads during sex change. Table S4 presents a summary of the Gene Ontology (GO) enrichment analysis in brains of non-transitional stages undergoing sex change. Table S5 presents a summary of the GO enrichment analysis in gonads of male stages undergoing sex change. Table S6 presents a summary of the GO enrichment analysis in gonads of female stages undergoing sex change. Table S7 presents an overview of individual data used in the experiment. Finally table S8 summarizes the gene symbol, forward and reverse primer sequences designed for the RT-qPCR.
The supplementary figures S1 to S10 are shown below. Of the significant selected contigs, 99% had blast hits to teleosts and only 1% corresponded to other organisms. Stegastes partitus was the top blast species with 75% of annotation, while 7% corresponded to Oreochromis niloticus. 
Sex change category
Sex change category Normalised expression Figure S8 . Expression of the discussed 38 genes during sex-change stages in brain (blue) and gonad (red) in clownfish (Amphiphrion bicinctus). The vertical axis shows the normalized gene expression levels, bars represent the mean for each sex category ± SE. The description of each gene is found in Table 3 , and the associated statistics in supplementary tables S2 and S3. Labels: Mmales; TM -transitional males; TF -transitional females; FI-immature females; and FM -mature females. 
